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flavescens [13] , Mycobacterium holsaticum [40] , M. moriokaense [33] , M. novocastrense [14] ,
145
Mycobacterium setense [41] and Mycobacterium vaccae [38] . The genetic distances derived 146 from the multilocus sequence analyses between the test strains and their phylogenetic 147 neighbours were in very good agreement with the 16S rRNA gene data. Genetic distances of 148 0.107 and 0.106 were recorded between strains SN 1900 T 
167
The dDDH relatedness between strains SN 1900 T and SN 1904 T was 61.0%, a value well below 168 the threshold of 70% for assigning bacterial strains to the same species [47] . The corresponding 169 ANI relatedness value between these strains was 94.7%, a cut off well below the threshold of 170 95-96 % used for prokaryotic species delineation [46, 48, 49] 
173
Biomass for the chemotaxonomic analyses, apart from the fatty acid studies, was harvested (Table 1) .
197
Strains SN 1900 T and SN 1904 T contained dicarboxy mycolic acids with 61-64 carbon atoms 198 but keto-mycolates with 78-83 carbon atoms were found only in isolate SN 1904 T (Fig. S1 ).
199
The two test strains and M. novocastrense DSM 44203 T were examined for a broad range of in the text and in Table 2 . Meso-diaminopimelic acid, arabinose, galactose, glucose and ribose 270 are present in whole organism hydrolysates and the predominant menaquinone is MK-9(H2).
271
The polar lipid profile consists of diphosphatidylglycerol, glycophospholipid, 
